Fig. S2
Phylogenetic relationships of plant AGO4a and AGO4b proteins. Alignments of full-length AGO4 protein sequences were produced by CLUSTALW and used for phylogenetic analysis. The midpoint-rooted phylogenetic tree was constructed with MEGA5 using the Neighbor-Joining method with the equal input substation model and a bootstrap value of 1000 trials. The evolutionary distances were computed as number of amino acid substitutions per site, as shown by the scale below the tree. Species abbreviations: Aegilops tauschii (Ae), Brachypodium distachyon (Bd), Zea mays (Zm), Sorghum bicolor (Sbi), Nicotiana tabacum (Nb), Arabidopsis thaliana (At), and Oryza sativa (Os) AGO4 proteins. 
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Fig. S4
Immunoblot analysis of AGO4a-and AGO4b-specific antibodies in AL8/78. Leaf samples were collected from 2-week-old AL8/78 plants, and AGO4a and AGO4b were detected using the corresponding antibodies. 
